Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; R factor = 0.062; wR factor = 0.149; data-to-parameter ratio = 13.6.
In the crystal structure of the title compound, C 9 H 12 N 2 O 3 , weak intermolecular C-HÁ Á ÁO hydrogen bonds link the molecules into chains. Further weak C-HÁ Á ÁO hydrogen bonds together with -interactions [centroid-centroid distance = 3.672 (4) Å ] between neighbouring chains lead to a double-chain structure propagating in [100] .
Related literature
For uses of imidazole direvatives, see: Matuszak et al. (1976) , Verras et al. (2004) . For the synthesis of the title compound, see: Metobo et al. (2006) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes:
Data collection: SMART (Bruker, 2007 ); cell refinement: SAINTPlus (Bruker, 2007) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
In the crystal packing of the title compound (Fig. 2) , C2-H2···O3 hydrogen bonds involving adjacent molecules lead to the formation of a one-dimensional chain structure. Moverover, via weak C9-H9C···O1 hydrogen bonds and π-π interactions involving two neighbouring chains [the nearest atom-to-atom distance between neighbouring imidazole rings is 3.405 (5) Å], a tubular polymer structure, propagating in [100], is formed.
The title compund was synthesized according to the reported procedure (Metobo et al., 2006) . Colourless plate-like crystals, suitable for X-ray diffraction, were obtained by slow evaporation of a solution of the title compound in Diethyl ether at room temperature.
Refinement
H atoms were placed geometrically and refined as riding atoms: C-H = 0.96 Å (CH 3 ) and 0.93 Å (CH), with U iso (H) = k × U eq (C), where k = 1.5 for (CH 3 ), and = 1.2 for (CH) H-atoms. Figures   Fig. 1 . A view of the molecular structure of the title compound, with the atom-labeling scheme and 30% probability displacement ellipsoids. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Symmetry codes: (i) x+1, y, z; (ii) −x+1, −y+1, −z+1.
Refinement. Refinement of F

